Molecules 2018, 23, x FOR PEER REVIEW 2 of 9 21 Figure S1 . Secondary Structure Alignment generated from LiNDH2, ScNDH2, SaNDH2 and PfNDH2 sequence 22 alignment using PROMALS3D: a tool for multiple sequence and structure alignment. For the reference template
23
-PDB ID 4g73 is used (available crystal structure of ScNDH2). In consensus secondary structure line: With 24 letter "h" chain-alfa-helix is marked, and with "e" chain, beta-sheet. second-UQII binding site, thus making it difficult to deduce conformational occupancy of UQ and amino acid 32 residues from X-ray structure. 
22 ( 47 Figure S4 . Ramachandran plot for LiNDH-2, calculated using RAMPAGE. 
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